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Hubbard, T.. Ovcrington, J., Singh, D. A,. Sihanda. There is great interest in the prediction of protein tertiary structure. Over the last decade the number of protein sequences derived from DNqlmRNA sequencing has increased dramatically. In addition, the number of protein structures determined by X-ray crystallography has also increased. but at a slower rate. These advances, coupled to a rapid increase in computational power, have made the modelling of sequences homologous to known structures a possibility. Our work has concentrated on a superfamily of proteins, the lipocalycins ( az-urinary globulin family). We are interested in their role as ligand-binding and transport molecules. T h e structures of rctinol-binding protein (RBP).
lacto to globulin (BLG) , and inseeticyanin, have already been determined by X-ray crystallography [ I] . However, Abbreviations used: BLG, [j-lactoglobulin; a,+, a,-urinary globulin; MUP, major urinary protein; RBP. retinol-binding protein.
sequences for several othcr mcmbers of the family are also known 121.
T h e work presented here focuses on two members o f the family, both from rodent urine. a,-Urinary globulin (a,,,g ) from male rat urine is of interest because of its role in certain renal toxicity effects [3] . Major urinary protein ( M U P ) from mouse urine is well studied genetically, yet its function iii vivo is still unclear [4] . It would seem likely that the proteins are used to carry marker substances (pheromones) to mark territory o r help identify mates/family. A knowledge of the tertiary structure of both proteins may help to understand their physiological roles. and also thc molecular intcractions which produce the rat renal toxicity effects.
Work has already begun on the purification of both proteins and their subsequent crystallization for crystallographic analysis. T h e determination of a high-resolution crystal structure will take some time to complete; therefore. this has afforded the opportunity to use molecular modelling to determine possible structures for the proteins with the eventual aim of comparing the modelled and crystal structures. Being members of a large superfamily, in which some structures are already known, made the construction of start-
